. Molecular cloning and analyses of LlDELLA1 in yellow lupine (Lupinus luteus L.). The obtained cDNA composed of 2067 bp. Its deduced amino acid sequence contains 558 aa (ExPASy, Translate tool), has a m.w. = 61.321 kD and pI = 5.37 (ExPASy, ProtParam). The positions of nucleotides (black small letters) and amino acids (blue capital letters) are marked on the left and right side, respectively. START and STOP codons (black background) were indicated. UTR regions were marked before ATG (5', 1-110 bp) and after TGA (3', 1788-2067 bp) codons (red small letters). Alignment visualized by STRIDE web server. Figure S7 . Negative control reaction, required for validation of the immunohistochemical findings, was carried out by omitting the incubation with the primary antibody, and showed no labeling. The autofluorescence signal of the cell walls is visible. DAPI was used to stain cell nuclei. Scale bar = 50 µm. Table S2 . Sequences of specific and universal primers used in 3' RACE-PCR. GSIP-gene specific inner primer, GSOP-gene specific outer primer, IP-inner primer, OP-outer primer. .
Primer sequence (5'-3') Tm (°C)
3' GSIP -TGGTGGCGTGTGAAGGACTGGA 3' GSOP -CAGAGGTTTATTTAGGGAAGCAA 74,5 62,5 Specific primers 3' IP -CGCGGATCCGAATTAATACGACTCACTATAGG 3' OP -GCGAGCACAGAATTAATACGACT 73,7 63,6
Universal primers provided by the manufacturer Table S3 . Sequences of specific primers and Universal Probe Library (UPL) probes used in qPCR for LlDELLA1 and LlACT. The no. 39 probe for LlDELLA1 and no 9. probe for LlACT were used. (Genomatix) . For each pairwise alignment, the similarity (relative to the maximum similarity) and the number of identical amino acids (in % of shorter sequence) are given. Maximum values are underlined. The similarity value of 1.000 marks only the two most similar sequences; it does not necessarily mean that these sequences are identical. (B) The sub-cellular localization of LlDELLA1, AtGAI, AtRGA, AtRGL1/2/3 predicted by ProtComp v. 9.0 program.
